Figure S13 Normalized UV melting and annealing curves of oligonucleotide sl21 obtained at 295 nm.
Spectra were recorded at 120 mM KCl and 20 mM phosphate buffer with pH 7.2. DNA concentration is indicated on the right side of the spectra. Table S2 Groove widths in G-quadruplex adopted by sl21. 
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Additional comments on spectral assignment
.All of the oligonucleotides with 5Me-dC substitution adopted the same general fold as the parent sequence sl21. Methylated cytosine residues were identified by strong intranucleotide Me-H6 crosspeaks in NOESY spectra and disappearance of doublet signal shape for H6 proton in 1H NMR spectrum. H2/H2" proton resonances were stereospecifically assigned using DQF-COSY and NOESY spectra with low mixing time. Cross-peaks involving H3' protons were observed in TOCSY spectra for residues G4, C5, C6, G16, C17, C18 and G22. The rest of the H3' resonances were identified from sequence walk in H3'-H6/H8 region of NOESY spectrum recorded in 100% 2 H 2 O. All residues except C5 and C17 exhibited H2'-H1' cross peaks in DQF-COSY spectrum with the respective 3 J H1'H2' coupling constant in the range from 8-10 Hz. For residues C5 and C17, H2"-H1' was more intense than H2'-H1' cross peak. For C5 and C17, strong H3'-H4' cross peak, strong H2"-H3' and medium H2'-H3' cross-peak were also present indicating predominantly N-type sugar conformation. In full concordance, H2"-H4' cross peak in NOESY spectrum was visible only for residues C5 and C17. All the residues except C5 and C17 had H2'-H1' cross-peak more intense than H2"-H1', which was either weak or missing. No H2"-H3'or H3'-H4' cross-peaks were observed except in case of G22, which exhibited weak H3'-H4' cross-peak. These residues adopted predominantly S-type sugar conformation. Observed cross-peaks and respective
